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<170> Patentln version 3.2 

<210> 1 

<211> 10 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic construct, a flexible linker 
<400> 1 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
15 10 



<210> 2 

<211> 483 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(Fl) with stop codon added at end 



1 



<220> 

<221> CDS 

<222> (1) . . (483) 

<223> RLuc(Fl) corresponds to a. a. residues 1-160 of wild-type R . 
Luciferase 

<400> 2 

atg get tec aag gtg tac gac ccc gag caa cgc aaa cgc atg ate act 48 

Met Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr 
15 10 15 

ggg cct cag tgg tgg get cgc tgc aag caa atg aac gtg ctg gac tec 96 
Gly Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser 
20 25 30 

ttc ate aac tac tat gat tec gag aag cac gee gag aac gee gtg att 144 
Phe lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie 
35 40 45 

ttt ctg cat ggt aac get gee tec age tac ctg tgg agg cac gtc gtg 192 
Phe Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val 
50 55 60 

cct cac ate gag ccc gtg get aga tgc ate ate cct gat ctg ate gga 240 
Pro His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly 
65 70 75 80 

atg ggt aag tec ggc aag age ggg aat ggc tea tat cgc etc ctg gat 2 88 

Met Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp 
85 90 95 

cac tac aag tac etc acc get tgg ttc gag ctg ctg aac ctt cca aag 336 
His Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys 
100 105 110 

aaa ate ate ttt gtg ggc cac gac tgg ggg get tgt ctg gee ttt cac 3 84 

Lys lie lie Phe Val Gly His Asp Trp Gly Ala Cys Leu Ala Phe His 
115 120 125 

tac tec tac gag cac caa gac aag ate aag gee ate gtc cat get gag 432 
Tyr Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu 
130 135 140 

agt gtc gtg gac gtg ate gag tec tgg gac gag tgg cct gac ate gag 480 
Ser Val Val Asp Val lie Glu Ser Trp Asp Glu Trp Pro Asp lie Glu 
145 150 155 160 

taa 483 



2 



<210> 3 

<211> 160 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 3 

Met Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr 
15 10 15 



Gly Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser 
20 25 30 



Phe lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie 
35 40 45 



Phe Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val 
50 55 60 



Pro His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly 
65 70 75 80 



Met Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp 
85 90 95 



His Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys 
100 105 110 



Lys lie lie Phe Val Gly His Asp Trp Gly Ala Cys Leu Ala Phe His 
115 120 125 



Tyr Ser Tyr Glu His Gin Asp Lys lie Lys Ala He Val His Ala Glu 
130 135 140 



Ser Val Val Asp Val He Glu Ser Trp Asp Glu Trp Pro Asp He Glu 
145 150 155 160 



3 



<210> 4 

<211> 480 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(Fl) with stop codon added at end and 
initial "atg" (or Met) removed 



<220> 

<221> CDS 

<222> (1) . . (480) 

<223> RLuc(Fl) corresponds to a. a. residues 1-160 of wild-type R. 
Lucif erase 

<400> 4 

get tec aag gtg tac gac ccc gag caa cgc aaa cgc atg ate act ggg 48 
Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr Gly 
15 10 15 

cct cag tgg tgg get cgc tgc aag caa atg aac gtg ctg gac tec ttc 96 
Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser Phe 
20 25 30 

ate aac tac tat gat tec gag aag cac gee gag aac gee gtg att ttt 144 
lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie Phe 
35 40 45 

ctg cat ggt aac get gee tec age tac ctg tgg agg cac gtc gtg cct 192 
Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val Pro 
50 55 60 

cac ate gag ccc gtg get aga tgc ate ate cct gat ctg ate gga atg 240 
His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly Met 
65 70 75 80 

ggt aag tec ggc aag age ggg aat ggc tea tat cgc etc ctg gat cac 2 88 

Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp His 
85 90 95 

tac aag tac etc acc get tgg ttc gag ctg ctg aac ctt cca aag aaa 336 
Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys Lys 
100 105 110 

ate ate ttt gtg ggc cac gac tgg ggg get tgt ctg gee ttt cac tac 3 84 

lie lie Phe Val Gly His Asp Trp Gly Ala Cys Leu Ala Phe His Tyr 
115 120 125 

tec tac gag cac caa gac aag ate aag gee ate gtc cat get gag agt 432 
Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu Ser 
130 135 140 

gtc gtg gac gtg ate gag tec tgg gac gag tgg cct gac ate gag taa 480 
Val Val Asp Val lie Glu Ser Trp Asp Glu Trp Pro Asp lie Glu 
145 150 155 



4 



<210> 5 

<211> 159 

<212> PRT 

<213> Artificial 



<220> 

<223> Synthetic Construct 
<400> 5 



Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr Gly 
15 10 15 



Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser Phe 
20 25 30 



lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie Phe 
35 40 45 



Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val Pro 
50 55 60 



His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly Met 
65 70 75 80 



Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp His 
85 90 95 



Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys Lys 
100 105 110 



lie lie Phe Val Gly His Asp Trp Gly Ala Cys Leu Ala Phe His Tyr 
115 120 125 



Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu Ser 
130 135 140 



Val Val Asp Val He Glu Ser Trp Asp Glu Trp Pro Asp He Glu 
145 150 155 



5 



<210> 6 

<211> 459 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(F2) an "atg" (or Met) has been added 
at position 1 and a stop codon added at the end of the fragment 



<220> 

<221> CDS 

<222> (1) . . (459) 

<223> RLuc(F2) corresponds to a. a. residues 161-311 of wild-type R. 
Lucif erase 

<400> 6 

atg gag gat ate gec ctg ate aag age gaa gag ggc gag aaa atg gtg 48 
Met Glu Asp lie Ala Leu lie Lys Ser Glu Glu Gly Glu Lys Met Val 
15 10 15 

ctt gag aat aac ttc ttc gtc gag acc atg etc cca age aag ate atg 96 
Leu Glu Asn Asn Phe Phe Val Glu Thr Met Leu Pro Ser Lys lie Met 
20 25 30 

egg aaa ctg gag cct gag gag ttc get gee tac ctg gag cca ttc aag 144 
Arg Lys Leu Glu Pro Glu Glu Phe Ala Ala Tyr Leu Glu Pro Phe Lys 
35 40 45 

gag aag ggc gag gtt aga egg cct acc etc tec tgg cct cgc gag ate 192 
Glu Lys Gly Glu Val Arg Arg Pro Thr Leu Ser Trp Pro Arg Glu lie 
50 55 60 

cct etc gtt aag gga ggc aag ccc gac gtc gtc cag att gtc cgc aac 240 
Pro Leu Val Lys Gly Gly Lys Pro Asp Val Val Gin lie Val Arg Asn 
65 70 75 80 

tac aac gee tac ctt egg gee age gac gat ctg cct aag atg ttc ate 288 
Tyr Asn Ala Tyr Leu Arg Ala Ser Asp Asp Leu Pro Lys Met Phe lie 
85 90 95 

gag tec gac cct ggg ttc ttt tec aac get att gtc gag gga get aag 33 6 

Glu Ser Asp Pro Gly Phe Phe Ser Asn Ala lie Val Glu Gly Ala Lys 
100 105 110 

aag ttc cct aac acc gag ttc gtg aag gtg aag ggc etc cac ttc age 3 84 

Lys Phe Pro Asn Thr Glu Phe Val Lys Val Lys Gly Leu His Phe Ser 
115 120 125 

cag gag gac get cca gat gaa atg ggt aag tac ate aag age ttc gtg 432 
Gin Glu Asp Ala Pro Asp Glu Met Gly Lys Tyr lie Lys Ser Phe Val 
130 135 140 

gag cgc gtg ctg aag aac gag cag taa 459 
Glu Arg Val Leu Lys Asn Glu Gin 
145 150 



6 



<210> 7 

<211> 152 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 7 

Met Glu Asp lie Ala Leu lie Lys Ser Glu Glu Gly Glu Lys Met Val 
15 10 15 



Leu Glu Asn Asn Phe Phe Val Glu Thr Met Leu Pro Ser Lys lie Met 
20 25 30 



Arg Lys Leu Glu Pro Glu Glu Phe Ala Ala Tyr Leu Glu Pro Phe Lys 
35 40 45 



Glu Lys Gly Glu Val Arg Arg Pro Thr Leu Ser Trp Pro Arg Glu lie 
50 55 60 



Pro Leu Val Lys Gly Gly Lys Pro Asp Val Val Gin lie Val Arg Asn 
65 70 75 80 



Tyr Asn Ala Tyr Leu Arg Ala Ser Asp Asp Leu Pro Lys Met Phe lie 
85 90 95 



Glu Ser Asp Pro Gly Phe Phe Ser Asn Ala lie Val Glu Gly Ala Lys 
100 105 110 



Lys Phe Pro Asn Thr Glu Phe Val Lys Val Lys Gly Leu His Phe Ser 
115 120 125 



Gin Glu Asp Ala Pro Asp Glu Met Gly Lys Tyr lie Lys Ser Phe Val 
130 135 140 



Glu Arg Val Leu Lys Asn Glu Gin 
145 150 



7 



<210> 8 

<211> 456 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(F2) with a stop codon added at the end 
of the fragment 



<220> 

<221> CDS 

<222> (1) . . (456) 

<223> RLuc(F2) corresponds to a. a. residues 161-311 of wild-type R. 
Lucif erase 

<400> 8 

gag gat ate gec ctg ate aag age gaa gag ggc gag aaa atg gtg ctt 48 
Glu Asp lie Ala Leu lie Lys Ser Glu Glu Gly Glu Lys Met Val Leu 
15 10 15 

gag aat aac ttc ttc gtc gag acc atg etc cca age aag ate atg egg 96 
Glu Asn Asn Phe Phe Val Glu Thr Met Leu Pro Ser Lys lie Met Arg 
20 25 30 

aaa ctg gag cct gag gag ttc get gee tac ctg gag cca ttc aag gag 144 
Lys Leu Glu Pro Glu Glu Phe Ala Ala Tyr Leu Glu Pro Phe Lys Glu 
35 40 45 

aag ggc gag gtt aga egg cct acc etc tec tgg cct cgc gag ate cct 192 
Lys Gly Glu Val Arg Arg Pro Thr Leu Ser Trp Pro Arg Glu lie Pro 
50 55 60 

etc gtt aag gga ggc aag ccc gac gtc gtc cag att gtc cgc aac tac 240 
Leu Val Lys Gly Gly Lys Pro Asp Val Val Gin lie Val Arg Asn Tyr 
65 70 75 80 

aac gee tac ctt egg gee age gac gat ctg cct aag atg ttc ate gag 288 
Asn Ala Tyr Leu Arg Ala Ser Asp Asp Leu Pro Lys Met Phe lie Glu 
85 90 95 

tec gac cct ggg ttc ttt tec aac get att gtc gag gga get aag aag 33 6 

Ser Asp Pro Gly Phe Phe Ser Asn Ala lie Val Glu Gly Ala Lys Lys 
100 105 110 

ttc cct aac acc gag ttc gtg aag gtg aag ggc etc cac ttc age cag 3 84 

Phe Pro Asn Thr Glu Phe Val Lys Val Lys Gly Leu His Phe Ser Gin 
115 120 125 

gag gac get cca gat gaa atg ggt aag tac ate aag age ttc gtg gag 43 2 

Glu Asp Ala Pro Asp Glu Met Gly Lys Tyr lie Lys Ser Phe Val Glu 
130 135 140 

cgc gtg ctg aag aac gag cag taa 456 
Arg Val Leu Lys Asn Glu Gin 



8 



145 



150 



<210> 9 

<211> 151 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 9 

Glu Asp lie Ala Leu lie Lys Ser Glu Glu Gly Glu Lys Met Val Leu 
1 5 10 15 



Glu Asn Asn Phe Phe Val Glu Thr Met Leu Pro Ser Lys lie Met Arg 
20 25 30 



Lys Leu Glu Pro Glu Glu Phe Ala Ala Tyr Leu Glu Pro Phe Lys Glu 
35 40 45 



Lys Gly Glu Val Arg Arg Pro Thr Leu Ser Trp Pro Arg Glu lie Pro 
50 55 60 



Leu Val Lys Gly Gly Lys Pro Asp Val Val Gin lie Val Arg Asn Tyr 
65 70 75 80 



Asn Ala Tyr Leu Arg Ala Ser Asp Asp Leu Pro Lys Met Phe lie Glu 
85 90 95 



Ser Asp Pro Gly Phe Phe Ser Asn Ala lie Val Glu Gly Ala Lys Lys 
100 105 110 



Phe Pro Asn Thr Glu Phe Val Lys Val Lys Gly Leu His Phe Ser Gin 
115 120 125 



Glu Asp Ala Pro Asp Glu Met Gly Lys Tyr lie Lys Ser Phe Val Glu 
130 135 140 



Arg Val Leu Lys Asn Glu Gin 
145 150 



9 



<210> 10 

<211> 483 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(Fl) with a C124A mutation and stop 
codon at end 



<220> 

<221> CDS 

<222> (1)..(483) 

<400> 10 

atg get tec aag gtg tac gac ccc gag caa cgc aaa cgc atg ate act 48 
Met Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr 
15 10 15 

ggg cct cag tgg tgg get cgc tgc aag caa atg aac gtg ctg gac tec 96 
Gly Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser 
20 25 30 

ttc ate aac tac tat gat tec gag aag cac gee gag aac gee gtg att 144 
Phe lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie 
35 40 45 

ttt ctg cat ggt aac get gee tec age tac ctg tgg agg cac gtc gtg 192 
Phe Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val 
50 55 60 

cct cac ate gag ccc gtg get aga tgc ate ate cct gat ctg ate gga 240 
Pro His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly 
65 70 75 80 

atg ggt aag tec ggc aag age ggg aat ggc tea tat cgc etc ctg gat 2 88 

Met Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp 
85 90 95 

cac tac aag tac etc acc get tgg ttc gag ctg ctg aac ctt cca aag 336 
His Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys 
100 105 110 

aaa ate ate ttt gtg ggc cac gac tgg ggg get get ctg gee ttt cac 3 84 

Lys lie lie Phe Val Gly His Asp Trp Gly Ala Ala Leu Ala Phe His 
115 120 125 

tac tec tac gag cac caa gac aag ate aag gee ate gtc cat get gag 432 
Tyr Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu 
130 135 140 

agt gtc gtg gac gtg ate gag tec tgg gac gag tgg cct gac ate gag 480 
Ser Val Val Asp Val lie Glu Ser Trp Asp Glu Trp Pro Asp lie Glu 
145 150 155 160 

taa 483 



10 



<210> 


11 


<211> 


160 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


Synthetic Construct 


<400> 


11 



Met Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr 
15 10 15 



Gly Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser 
20 25 30 



Phe lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie 
35 40 45 



Phe Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val 
50 55 60 



Pro His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly 
65 70 75 80 



Met Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp 
85 90 95 



His Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys 
100 105 110 



Lys lie lie Phe Val Gly His Asp Trp Gly Ala Ala Leu Ala Phe His 
115 120 125 



Tyr Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu 
130 135 140 



Ser Val Val Asp Val He Glu Ser Trp Asp Glu Trp Pro Asp He Glu 
145 150 155 160 



11 



<210> 12 

<211> 480 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; RLuc(Fl) with C124A mutation, initiating 
"atg" removed, and stop codon at end 



<220> 

<221> CDS 

<222> (1)..(480) 

<400> 12 

get tec aag gtg tac gac ccc gag caa cgc aaa cgc atg ate act ggg 48 
Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr Gly 
15 10 15 

cct cag tgg tgg get cgc tgc aag caa atg aac gtg ctg gac tec ttc 96 
Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser Phe 
20 25 30 

ate aac tac tat gat tec gag aag cac gec gag aac gee gtg att ttt 144 
lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie Phe 
35 40 45 

ctg cat ggt aac get gec tec age tac ctg tgg agg cac gtc gtg cct 192 
Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val Pro 
50 55 60 

cac ate gag ccc gtg get aga tgc ate ate cct gat ctg ate gga atg 240 
His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly Met 
65 70 75 80 

ggt aag tec ggc aag age ggg aat ggc tea tat cgc etc ctg gat cac 288 
Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp His 
85 90 95 

tac aag tac etc acc get tgg ttc gag ctg ctg aac ctt cca aag aaa 336 
Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys Lys 
100 105 110 

ate ate ttt gtg ggc cac gac tgg ggg get get ctg gee ttt cac tac 384 
lie lie Phe Val Gly His Asp Trp Gly Ala Ala Leu Ala Phe His Tyr 
115 120 125 

tec tac gag cac caa gac aag ate aag gec ate gtc cat get gag agt 432 
Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu Ser 
130 135 140 

gtc gtg gac gtg ate gag tec tgg gac gag tgg cct gac ate gag taa 480 
Val Val Asp Val lie Glu Ser Trp Asp Glu Trp Pro Asp lie Glu 
145 150 155 



12 



<210> 13 

<211> 159 

<212> PRT 

<213> Artificial 



<220> 

<223> Synthetic Construct 
<400> 13 



Ala Ser Lys Val Tyr Asp Pro Glu Gin Arg Lys Arg Met lie Thr Gly 
15 10 15 



Pro Gin Trp Trp Ala Arg Cys Lys Gin Met Asn Val Leu Asp Ser Phe 
20 25 30 



lie Asn Tyr Tyr Asp Ser Glu Lys His Ala Glu Asn Ala Val lie Phe 
35 40 45 



Leu His Gly Asn Ala Ala Ser Ser Tyr Leu Trp Arg His Val Val Pro 
50 55 60 



His lie Glu Pro Val Ala Arg Cys lie lie Pro Asp Leu lie Gly Met 
65 70 75 80 



Gly Lys Ser Gly Lys Ser Gly Asn Gly Ser Tyr Arg Leu Leu Asp His 
85 90 95 



Tyr Lys Tyr Leu Thr Ala Trp Phe Glu Leu Leu Asn Leu Pro Lys Lys 
100 105 110 



lie lie Phe Val Gly His Asp Trp Gly Ala Ala Leu Ala Phe His Tyr 
115 120 125 



Ser Tyr Glu His Gin Asp Lys lie Lys Ala lie Val His Ala Glu Ser 
130 135 140 



Val Val Asp Val lie Glu Ser Trp Asp Glu Trp Pro Asp lie Glu 
145 150 155 



13 



<210> 14 

<211> 477 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; YFP(Fl) with added stop codon at end 



<220> 

<221> CDS 

<222> <1)..(477) 

<223> YFP(Fl) corresponds to a. a. 1-158 of the full length EYFP 
<400> 14 

atg gtg age aag ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg 48 
Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu 
15 10 15 

gtc gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec ggc 96 
Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly 
20 25 30 

gag ggc gag ggc gat gee acc tac ggc aag ctg acc ctg aag ttc ate 144 
Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He 
35 40 45 

tgc acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc 192 
Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 

ttc ggc tac ggc ctg cag tgc ttc gee cgc tac ccc gac cac atg aag 240 
Phe Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys 
65 70 75 80 

cag cac gac ttc ttc aag tec gee atg ccc gaa ggc tac gtc cag gag 2 88 

Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 

cgc acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gee gag 33 6 

Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 

gtg aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc 3 84 

Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly 
115 120 125 

ate gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag tac 432 
He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr 
130 135 140 

aac tac aac age cac aac gtc tat ate atg gee gac aag cag taa 477 
Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin 
145 150 155 



14 



<210> 15 

<211> 158 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 15 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu 
15 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Phe Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly 
115 120 125 



He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr 
130 135 140 



Asn Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin 
145 150 155 



15 



<210> 16 

<211> 474 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; YFP(Fl) with stop codon added at end and 
initial " atg" (or Met) removed 



<220> 

<221> CDS 

<222> (1)..(474) 

<223> YFP(Fl) corresponds to a. a. 1-158 of the full length EYFP 
<400> 16 

gtg age aag ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg gtc 48 
Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val 
15 10 15 

gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec ggc gag 96 
Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 

ggc gag ggc gat gee acc tac ggc aag ctg acc ctg aag ttc ate tgc 144 
Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe lie Cys 
35 40 45 

acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc ttc 192 
Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe 
50 55 60 

ggc tac ggc ctg cag tgc ttc gec cgc tac ccc gac cac atg aag cag 240 
Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys Gin 
65 70 75 80 

cac gac ttc ttc aag tec gec atg ccc gaa ggc tac gtc cag gag cgc 2 88 

His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 
85 90 95 

acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gee gag gtg 3 36 

Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
100 105 110 

aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc ate 3 84 

Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie 
115 120 125 

gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag tac aac 432 
Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn 
130 135 140 

tac aac age cac aac gtc tat ate atg gec gac aag cag taa 474 
Tyr Asn Ser His Asn Val Tyr lie Met Ala Asp Lys Gin 
145 150 155 



16 



<210> 17 

<211> 157 

<212> PRT 

<213> Artificial 



<220> 

<223> Synthetic Construct 
<400> 17 



Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu Val 
15 10 15 



Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 



Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Phe He Cys 
35 40 45 



Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Phe 
50 55 60 



Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys Gin 
65 70 75 80 



His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 
85 90 95 



Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
100 105 110 



Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly He 
115 120 125 



Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr Asn 
130 135 140 



Tyr Asn Ser His Asn Val Tyr He Met Ala Asp Lys Gin 
145 150 155 
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<210> 18 

<211> 249 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; YFP(F2) with added "atg" (or Met) at 
position 1 and stop codon at end 



<220> 

<221> CDS 

<222> (1) . . (249) 

<223> YFP(F2) corresponds to a. a. 159-239 of the full length EYFP 
<400> 18 

atg aag aac ggc ate aag gtg aac ttc aag ate cgc cac aac ate gag 48 
Met Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie Glu 
15 10 15 

gac ggc age gtg cag etc gee gac cac tac cag cag aac ace ccc ate 96 
Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie 
20 25 30 

ggc gac ggc ccc gtg ctg ctg ccc gac aac cac tac ctg age tac cag 144 
Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin 
35 40 45 

tec gee ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg 192 
Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu 
50 55 60 

ctg gag ttc gtg ace gee gee ggg ate act etc ggc atg gac gag ctg 240 
Leu Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu 
65 70 75 80 

tac aag taa 249 
Tyr Lys 



<210> 19 

<211> 82 

<212> PRT 

<213> Artificial 



<220> 

<223> Synthetic Construct 
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<400> 19 



Met Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie Glu 
15 10 15 



Asp Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie 
20 25 30 



Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin 
35 40 45 



Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu 
50 55 60 



Leu Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu 
65 70 75 80 



Tyr Lys 



<210> 20 

<211> 246 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; YFP(F2) with added stop codon at end 



<220> 

<221> CDS 

<222> (1) . . (246) 

<223> YFP(F2) corresponds to a. a. 159-239 of the full length EYFP 
<400> 20 

aag aac ggc ate aag gtg aac ttc aag ate cgc cac aac ate gag gac 48 
Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie Glu Asp 
15 10 15 

ggc age gtg cag etc gee gac cac tac cag cag aac ace ccc ate ggc 96 
Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly 
20 25 30 

gac ggc ccc gtg ctg ctg ccc gac aac cac tac ctg age tac cag tec 144 
Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser 
35 40 45 

gee ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg ctg 192 
Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
50 55 60 



19 



gag ttc gtg acc gcc gcc ggg ate act etc ggc atg gac gag ctg tac 
Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
65 70 .75 80 



240 



aag taa 246 
Lys 



<210> 21 

<211> 81 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 21 

Lys Asn Gly lie Lys Val Asn Phe Lys lie Arg His Asn lie Glu Asp 
15 10 15 



Gly Ser Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly 
20 25 30 



Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser 
35 40 45 



Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
50 55 60 



Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
65 70 75 80 



Lys 
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<210> 22 

<211> 477 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; IFP(Fl) with stop codon added at end 



<220> 

<221> CDS 

<222> (1)..(477) 

<223> IFP(Fl) corresponds to a F46L mutated form of SEYFP(Fl) 
<400> 22 

atg gtg age aag ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg 48 
Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu 
15 10 15 

gtc gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec ggc 96 
Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly 
20 25 30 

gag ggc gag ggc gat gee acc tac ggc aag ctg acc ctg aag ttg ate 144 
Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Leu lie 
35 40 45 

tgc acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc 192 
Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



etc ggc tac ggc ctg cag tgc ttc gee cgc tac ccc gac cac atg aag 240 

Leu Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys 

65 70 75 80 

cag cac gac. ttc ttc aag tec gee atg ccc gaa ggc tac gtc cag gag 288 

Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 

cgc acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gee gag 33 6 

Arg Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 

gtg aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc 384 

Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly 
115 120 125 

ate gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag tac 432 

lie Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr 
130 135 140 

aac tac aac age cac aac gtc tat ate acg gee gac aag cag taa 477 

Asn Tyr Asn Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin 

145 150 155 
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<210> 23 

<211> 158 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 23 

Met Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu 
15 10 15 



Val Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly 
20 25 30 



Glu Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Leu He 
35 40 45 



Cys Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr 
50 55 60 



Leu Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys 
65 70 75 80 



Gin His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu 
85 90 95 



Arg Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu 
100 105 110 



Val Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly 
115 120 125 



He Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr 
130 135 ~ 140 



Asn Tyr Asn Ser His Asn Val Tyr He Thr Ala Asp Lys Gin 
145 150 155 
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<210> 24 

<211> 474 

<212> DNA 

<213> Artificial 

<220> 

<223> synthetic construct; IFP(Fl) with initiating "atg" (or Met) 
removed and stop codon added at end 



<220> 

<221> CDS 

<222> (1) . . (474) 

<223> IFP(Fl) corresponds to a F46L mutated form of SEYFP(Fl) 
<400> 24 

gtg age aag ggc gag gag ctg ttc acc ggg gtg gtg ccc ate ctg gtc 48 
Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro lie Leu Val 
15 10 15 

gag ctg gac ggc gac gta aac ggc cac aag ttc age gtg tec ggc gag 9 6 

Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 

ggc gag ggc gat gec acc tac ggc aag ctg acc ctg aag ttg ate tgc 144 
Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Leu lie Cys 
35 40 45 

acc acc ggc aag ctg ccc gtg ccc tgg ccc acc etc gtg acc acc etc 192 
Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu 
50 55 60 

ggc tac ggc ctg cag tgc ttc gee cgc tac ccc gac cac atg aag cag 240 
Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys Gin 
65 70 75 80 

cac gac ttc ttc aag tec gee atg ccc gaa ggc tac gtc cag gag cgc 2 88 

His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 
85 90 95 

acc ate ttc ttc aag gac gac ggc aac tac aag acc cgc gec gag gtg 336 
Thr lie Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
100 105 110 

aag ttc gag ggc gac acc ctg gtg aac cgc ate gag ctg aag ggc ate 3 84 

Lys Phe Glu Gly Asp Thr Leu Val Asn Arg lie Glu Leu Lys Gly lie 
115 120 125 

gac ttc aag gag gac ggc aac ate ctg ggg cac aag ctg gag tac aac 432 
Asp Phe Lys Glu Asp Gly Asn lie Leu Gly His Lys Leu Glu Tyr Asn 
130 135 140 

tac aac age cac aac gtc tat ate acg gec gac aag cag taa 474 
Tyr Asn Ser His Asn Val Tyr lie Thr Ala Asp Lys Gin 
145 150 155 
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<210> 


25 


<211> 


157 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


Synthetic Construct 


<400> 


25 



Val Ser Lys Gly Glu Glu Leu Phe Thr Gly Val Val Pro He Leu Val 
15 10 15 



Glu Leu Asp Gly Asp Val Asn Gly His Lys Phe Ser Val Ser Gly Glu 
20 25 30 



Gly Glu Gly Asp Ala Thr Tyr Gly Lys Leu Thr Leu Lys Leu He Cys 
35 40 45 



Thr Thr Gly Lys Leu Pro Val Pro Trp Pro Thr Leu Val Thr Thr Leu 
50 55 60 



Gly Tyr Gly Leu Gin Cys Phe Ala Arg Tyr Pro Asp His Met Lys Gin 
65 70 75 80 



His Asp Phe Phe Lys Ser Ala Met Pro Glu Gly Tyr Val Gin Glu Arg 
85 90 95 



Thr He Phe Phe Lys Asp Asp Gly Asn Tyr Lys Thr Arg Ala Glu Val 
100 105 110 



Lys Phe Glu Gly Asp Thr Leu Val Asn Arg He Glu Leu Lys Gly He 
115 120 125 



Asp Phe Lys Glu Asp Gly Asn He Leu Gly His Lys Leu Glu Tyr Asn 
130 135 140 



Tyr Asn Ser His Asn Val Tyr He Thr Ala Asp Lys Gin 
145 150 155 
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<210> 26 
<211> 249 
<212> DNA 
<213> 'Artificial 

<220> 

<223> synthetic construct; IFP(F2) with added "atg" (or Met) at 
position 1 and a stop codon at the end 



<220> 

<221> CDS 

<222> (1) . . (249) 

<223> IFP(F2) corresponds to a V163A, S175G mutated form of YFP(F2) 
<400> 26 

atg aag aac ggc ate aag gcg aac ttc aag ate cgc cac aac ate gag 48 
Met Lys Asn Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu 
15 10 15 

gac ggc ggc gtg cag etc gee gac cac tac cag cag aac ace ccc ate 96 
Asp Gly Gly Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro He 
20 25 30 

ggc gac ggc ccc gtg ctg ctg ccc gac aac cac tac ctg age tac cag 144 
Gly Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin 
35 40 45 

tec gee ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg 192 
Ser Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu 
50 55 60 

ctg gag ttc gtg ace gee gee ggg ate act etc ggc atg gac gag ctg 2 40 

Leu Glu Phe Val Thr Ala Ala Gly He Thr Leu Gly Met Asp Glu Leu 
65 70 75 " 80 

tac aag taa 249 
Tyr Lys 



<210> 27 

<211> 82 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 27 

Met Lys Asn Gly He Lys Ala Asn Phe Lys He Arg His Asn He Glu 
15 10 15 



25 



Ala Asp His Tyr Gin Gin Asn Thr Pro lie 
25 30 



Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin 
40 45 



Pro Asn Glu Lys Arg Asp His Met Val Leu 
55 60 



Ala Gly lie Thr Leu Gly Met Asp Glu Leu 
75 80 



synthetic construct; IFP(F2) with an added stop codon at the end 



CDS 

(1) • . (246) 

IFP(F2) corresponds to a V163A, S175G mutated form of YFP(F2) 
28 

ggc ate aag gcg aac ttc aag ate cgc cac aac ate gag gac 48 
Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp 
5 10 15 



Asp Gly Gly Val Gin Leu 
20 



Gly Asp Gly Pro Val Leu 
35 



Ser Ala Leu Ser Lys Asp 
50 



Leu Glu Phe Val Thr Ala 
65 70 



Tyr Lys 



<210> 28 

<211> 246 

<212> DNA 

<213> Artificial 

<220> 
<223> 



<220> 
<221> 
<222> 
<223> 

<400> 
aag aac 
Lys Asn 
1 

ggc ggc gtg cag etc gee 
Gly Gly Val Gin Leu Ala 
20 

gac ggc ccc gtg ctg ctg 
Asp Gly Pro Val Leu Leu 
35 



gac cac tac cag cag aac 
Asp His Tyr Gin Gin Asn 
25 

ccc gac aac cac tac ctg 
Pro Asp Asn His Tyr Leu 
40 



acc ccc ate ggc 96 
Thr Pro lie Gly 
30 

age tac cag tec 144 

Ser Tyr Gin Ser 

45 



gec ctg age aaa gac ccc aac gag aag cgc gat cac atg gtc ctg ctg 192 
Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
50 55 60 

gag ttc gtg acc gee gee ggg ate act etc ggc atg gac gag ctg tac 240 
Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
65 70 75 80 

aag taa 246 
Lys 
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<210> 29 

<211> 81 

<212> PRT 

<213> Artificial 



<220> 

<223> Synthetic Construct 
<400> 29 



Lys Asn Gly lie Lys Ala Asn Phe Lys lie Arg His Asn lie Glu Asp 
15 10 15 



Gly Gly Val Gin Leu Ala Asp His Tyr Gin Gin Asn Thr Pro lie Gly 
20 25 30 



Asp Gly Pro Val Leu Leu Pro Asp Asn His Tyr Leu Ser Tyr Gin Ser 
35 40 45 



Ala Leu Ser Lys Asp Pro Asn Glu Lys Arg Asp His Met Val Leu Leu 
50 55 60 



Glu Phe Val Thr Ala Ala Gly lie Thr Leu Gly Met Asp Glu Leu Tyr 
65 70 75 80 



Lys 



<210> 30 

<211> 15 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic construct, a flexible linker 
<400> 30 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
15 10 15 
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<210> 31 

<211> 5 

<212> PRT 

<213> Artificial 

<220> 

<223> synthetic construct, "5-mer" building block for flexible linkers 

<400> 31 

Gly Gly Gly Gly Ser 
1 5 
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